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Fig. ‘JA 


ATCTC 

CATGAACTGC TCACTCCATA AACAGCACCG GATATCTCTC TCTAAAGGAA TATTACTACA CCAGGAAAAG 

CACACATTCG ACAACAGGAA ACGAGCCTCT CACACAAAAC CACAGTGTCC TCTCCATCTG ACATTTCGCC 

ATG GCA AAC AAC TGT TAC AAC GTC CTG GTC ATT GTG CTC CTG CTA CTG GCC TGT GAG AAG 60 

Met Cly Asn Asn Cvs Tyr Asn Val Val Val lie Val Leu Leu Leu Val Cly Cys Glu Lys 20 


GTG GGA GCC GTG CAG AAC TCC TGT GAT AAC TGT CAG CCT GGT ACT TTC TGC AGA AAA TAC 

Val Gly Ala Val Gin Asn Ser Cys Asp Asn Cys Gin Pro Gly Thr Phe Cys Arg Lys Tyr 

t # 

AAT CCA GTC TCC AAG AGC TCC CCT CCA ACT ACC TTC TCC ACC ATA GGT GGA CAG CCG AAC 

Asn Pro Val Cys Lys Ser Cys Pro Pro Ser Thr Phe Ser Ser He Gly Gly Gin Pro Asn 

e e 

TGT AAC ATC TCC AGA GTG TGT GCA GGC TAT TTC ACG TTC AAG AAG TTT TGC TCC TCT ACC 

Cys Asn lie Cys Arg Val Cys Ala Gly Tyr Phe Arg Phe Lys Lys Phe Cys Ser Ser Thr 

• e e • 

CAC AAC CCG GAG TGT GAG TCC ATT GAA CCA TTC CAT TCC TTG GCG CCA CAG TGC ACC AGA 

His Asn Ala Glu Cys Glu Cys lie Glu Cly Phe His Cys Leu Gly Pro Gin Cys Thr Arg 

e e e e 

TGT GAA AAG GAC TGC AGG CCT GGC CAG GAG CTA ACG AAG CAG GGT TGC AAA ACC TGT ACC 

Cys Glu Lys Asp Cys Arg Pro Gly Gin Glu Leu Thr Lys Gin Cly Cys Lys Thr Cys Ser 

e e • • 

TTG GGA ACA TTT AAT GAC CAG AAC GGT ACT GGC CTC TCT CGA CCC TGG ACG AAC TGC TCT 

Leu Gly Thr Phe Asn Asp Gin Asn Gly Thr Gly Val Cy* Arg Pro Trp Thr Asn Cya_Ser 

• • 


CTA GAC GGA AGC TCT GTG CTT AAG ACC CCC ACC ACC CAC AAG CAC CTG GTG TGT GGA CCC 
Leu Asp Gly Arg Ser Val Leu Lys Thr Gly Thr Thr Glu Lys Asp Val Val Cys Gly Pro 
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CCT GTG GTG AGC TTC TCT CCC ACT ACC ACC ATT TCT CTC ACT CCA GAG GGA GGA 
Pro Val Val Ser Phe Ser Pro Ser Thr Thr lie Ser Val Thr Pro Glu Gly Gly 
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GGC CAC TCC TTG CAG GTC CTT 
Gly His Ser Leu Gin Val Leu 


CTG ATC TTC ATT ACT CTC CTG 
Leu He Phe He Thr Leu Leu 


ATA TTC AAG CAA CCA TTT AAC 
lie Phe Lys Gin Pro Phe Lys 


ACC TTG TTC CTG GCG CTC ACA 
Thr Leu Phe Leu Ala Leu Thr 


TTC TCT GTG CTC AAA TCC ATC 
Phe Ser Val Leu Lva Tro lie 


AAC ACC ACT GGA GCA GCT CAA 
Lys Thr Thr Gly Ala Ala Gin 
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TGC CCA TGT CCA CAG CAA GAA CAA GGA CGA GGA CCA GCC TAT CAG CTC TCA TGTACTATC 780 
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Fig. 7? 

781 CTACGAGATG TGTGCGCCCA AACCGAGAAG CACTAGCACC 

851 CCACCACCCT GTTCTTACAC ATCATCCTAG ATCATGTCTC 

921 GCTAACATAT TTGTCTTTAC CTITTTTAAA TCTTTTTTTA 

991 CCTGCCTGTA TGCACACGTG TGTGTGTGTG TGTGTGTGAC 

1061 AAGGGTTCGT TCCATAAGAA CTGGACTTAT CGATGGCTGT 

1131 TGTCTTCTTA TTTTAACCTG ACTGTAl lAAT AAAlA AAAAAA 

1201 GACACCCTTC TACTTAATGA TCTAAGAGGA ATTGTTGATA 

1271 TATATGTATA TATAAGACTC TTTTACTCTC AAACTCAACC 

1361 TGGACATTTT ACGTCACACA CACACACACA CACACACACA 

1411 TCTACGTCAT ATAATGGGAT AGGCTAAAAG GAAACCAAAG 

1481 CTACCCCTTC TGGGTACCTA GCGACACACC TCCTTCGGAC 

1551 AGTTCCCGCA CGAAGAGGAC ACAGCAGACA CAGTCCGAAA 

1621 TTCCTGACAC TCCACCCCTT CTGCACACTT GAGTGTCATC 

1691 TGTAGGGGCG GGGAGACAGA CCCGCGGGGG AGCTACGAGA 

1761 AATGAAACTT TTTTAATCTC ACAACTTTCC TCCGGGCTCG 

1831 TATCCTGGCG CCAAGATAAA ACAACCAAAA GCCTTGACTC 

1901 ACCATAACGC GGCGAICTCC ACTTTAAGAA CCTGGCCGCG 

1971 CTTACAAAAG TAATTAGTTC TTCCTTTCAG CCTCCAAGCT 

2041 TATTTGCTAC CGCTGACCCC TACGCCGCCC CAATAACGGT 

2111 TCAGAAACCC AAGGCCCCCC TCATACCAAC CTTTCGACTT 



CCACCATCCT GTGGAACAGC ACAAGCAACC 850 
CGCCCCCACC TCATCCAAGT CTCTTCTAAC 920 
AATTTAAATT TTATGTGTGT GAGTCTTTTG 990 
ACTCCTGATG CCTGAGGAGG TCAGAAGAGA 1060 
GAGCCGGnnn GATAGGTCGG GACGGAGACC 1130 
TGATATTTCG CGAATTGTAG AGATTCTCCT 1200 
CGTAGTATAC TGTATATGTC TATGTATATG 1270 
TAGAGTGTCT GCTTACCAGG TCAATTTTAT 1340 
CACGTTTATA CTACGTACTGT TATCGGTAT 1410 
AGTGAGTCAT ATTATTCTCGA GGTGACAGA 1480 
TCTCTAAAAC TCCCCTTAGA AGTCTCGTCA 1550 
AGTTATTTTT CCGGCAAATC CTTTCCCTGT 1620 
CTTGCGCCGG AAGGTCAGGT GGTACCCGTC 1690 
ATCGACTCAC AGGGCGCCCC GGGCTTCGCA 1760 
GCGGACCTAT GGCGTCGATC CTTATTACCT 1830 
CCGTACTAAT TCTCCCTGCC GGCCCCCGTA 1900 

TTCTGCCTGG TCTCGCTTTC GTAAACGGTT 1970 

TCTGCTACTC TATCCCACCA TCAACGCTGG 2040 

ACTGGCCGGC CCGTCCAAGG CCCTTTGCTT 2110 
TGATTCTTGC CGGTACGTGG TGCTGGGTGC 2180 


2181 


CTTAGCTCTT TCTCGATAGT TAG AC 
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